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464.7 (+2) 








F 


G 


H 


Y 




10 


473.7 (+2) 


h L 


W 






P 


Z 


F 




10 


486.4 (+2) 


V P 


H 


Z 


N 


A 


Y 







TABLE A CONT'D 



s 
o 
ru 

O 

m 
cn 

ru 
1,^ 



P 



10 


498.7 


(+2) 












G 


H 


G 


G 


Y 


10 


509.0 


(+2) 


F 


L 


Z 


A 


M 


Z 


S 


T 


Y 




10 


527.7 


(+2) 


G 


Q Y 


V V 


z 


P 


T 


Y 




10 


532.0 


(+2) 


T 


V 


X 


D 


S 


z 


T 


H 


Y 




10 


540.2 


(+2) 


P 


M 


F 


D 


P 


p 


Z 


T 


F 




11 


469.2 


(+2) 


A 


Q A 


E 


s 


L 


R 


Y 






11 


480.6 


(+2) 


X 


A 


V 


G 


H 


S 


G 


G 


T 


Y 


11 


511.2 


(+2) 












P 


T 


Y 






11 


516.7 


(+2) 


E 


S 


X 


P 


N 


N 


V 


P 


Y 




12 


383.0 


(+3) 


L A H 1 E 


C 


P 


R 


G 


Y 


12 


435.0 


(+2) 












P 


S 


Y 






12 


473.2 


(+2) 




Q 


G 


P 


V 


G 


V 


Q 


Y 




12 


475.0 


(+2) 


R 


G 


X 


G 


V 


A 


G 


T 


A 


F 


12 


505.0 


(+2) 


T 


G 


A 


P 


V 


S 


E 


E 


G 


Y 


12 


513.7 


(+2) 


V 


Q 


X 


Y 


Y 


G 


& 




V 




12 


519.0 


(+2) 


E 


P 


A 


M 


V 


X 


Z 


c 


F 




12 


531.2 


(+2) 


G 


Q 


P 


G 


A 


P 


X 


G 


G 


Z 


12 


541.0 


(+2) 


G 


P 


R 


H 


N 


G 


X 


R 


A 


Y 


12 


542,2 


(+2) 


A 


A 


H 


W 


H 


V 


E 


A 


Y 




12 


553.7 


(+2) 


T 


P 


P 


T 


R 


R 


E 


S 


Y 




12 


577.2 


(+2) 


F 


P 


T 


D 


R 


R 


S 


Q 


F 




13 


363.0 


(+3) 


Y 


T 


G 


V 


S 


Y 


X 


H 


F 




13 


447.0 


(+2) 


A 


Q 


A 


s 


A 


P 


D 


A 


Y 




13 


465.0 


(+2) 


V 


Q 


Y 


Y 


X 


P 


F 








13 


503.6 


(+2) 


G 


Q 


R 


K 


G 


A 


G 


S 


V 


F 


13 


553.2 


(+2) 


X 


Q 


Z 


X 




_ 


D 


V 


Y 




13 


590.8 


(+2) 


A 


T 


Q 




h 




N 


X 


N 


Z 


14 


460.7 


(+2) 


V 


V 


A 


P 


I 




T 


G 


Y 




14 


471.5 


(+2) 


V 


V 


A 


C 


V 


_ 


_ 


_ 


Y 




14 


495.2 


(+2) 


X 


Q 


Y 


T 


V 


G 


Y 


F 






14 


525.3 


(+2) 


p 


L 


A 




N 


- 


H 


T 


Y 




14 


541.3 


(+2) 


p 


L 


F 


G 


Q 


T 


A 


G 


Q 


Y 


14 


550.4 


(+2) 


A 










Q 


X 


E 


Y 




14 


577.2 


(+2) 


z 


G 


Y 


G 


N 


p 


X 


N 


G 


A 


15 


459.8 


(+2) 


V 


Q 


G 


P 


V 


G 


T 


D 


F 




15 


470.9 


(+2) 


V 


A 


G 


G 


W 


- 


- 


- 


F 




15 


514.2 


(+2) 


F 


Q 


A 


R 


X 


T 


E 


Y 






15 


536.6 


(+2) 


X 


A 


G 


F 


F 


X 


X 


E 


Y 




15 


544.2 


(+2) 


X 


Q 








- 


z 


Y 






15 


564.2 


(+2) 


s 


G 


A 


X 


D 


R 


A 


Y 


Z 


F 


16 


467.1 


(+2) 


F 


Q 










T 


X 






16 


500.4 


(+2) 


T 


P 








A 


Z 


A 


F 




16 


501.0 


(+2) 


V 


V 


A 


T 


Z 


N 


z 


Z 


X 




16 


503.6 


(+2) 


Y 


M 


V 


T 








F 






16 


517.4 


(+2) 


A 


L 


G 


S 


Z 


A 


X 


M 


P 


F 


16 


521.3 


(+2) 


A 


P 


A 


V 








V 


G 


Y 


16 


522.0 


(+2) 


V 


G 


Y 


V 


D 


D 


T 


Q 


F 




16 


525.6 


(+2) 














T 


G 


F 





TABLE A 

coNro. 



16 


536.0 (+2) 


P 


V 


P 


N 


V 


R 


X 


N 


Y 




16 


544.4 (+2) 














T 


X 


S 


X 


16 


557.6 (+2) 


T 


L 


E 


G 


W 


M 


S 


Z 


Y 




16 


561.5 (+2) 


Y 


M 


V 


C 


N 


A 


E 


E 


Y 




16 


596.7 (+2) 












X 


R 


D 


X 


Y 


16 


596.9 (+2) 


S 


L 


X 












F 




17 


343.2 (+3) 


A 


Q 


H 


P 


S 


h 


X 


R 


F 




17 


351.3 (+3) 


A 


A 


F 


C 


G 


- 


- 


- 


X 


V 


17 


408.7 (+2) 


Y 


L 


H 


- 


- 


E 


T 








17 


441.2 (+2) 












Z 


A 


Y 






17 


451.4 (+2) 


I 


L 


G 


P 


P 


G 


S 


V 


Y 




17 


455.0 (+2) 


G 


L 


G 


z 


T 


S 


A 


E 


F 




17 


462.4 (+2) 


X 


L 


G 


D 


V 


N 


M 


Y 






17 


483.8 (+2) 


V 


M 


Q 


X 


1 


U 


A 


N 


F 




17 


490.2 (+2) 


N 


A 


X 


G 


R 


E 


S 


S 


F 




17 


497.2 (+2) 


A 


M 


N 


P 


T 


N 


T 


V 


F 




17 


507.0 (+2) 


- 


- 


- 


- 


X 


V 


E 


F 






17 


511.2 (+2) 


X 


Q 


A 


P 


A 


X 


F 


V 


Y 




17 


519.2 (+2) 


T 


A 


R 


V 


X 


s 


V 


E 


Y 




17 


526.8 (+2) 


A 


L 


F 


- 


- 


- 


F 


T 


Y 




17 


542.8 (+2) 


X 


Q 


X 


N 


A 


Y 


X 


S 


Y 




17 


563.2 (+2) 


G 


L 


A 


R 


Q 




z 


V 


E 


Y 


18 


503.8 (+2) 


S 


Q 


X 


A 


h 


Q 


V 


D 


V 


F 


18 


511.7 (+2) 


P 


Q 


G 


Z 


M 


A 


- 


- 


Y 




18 


519.6 (+2) 


- 


V 


F 


V 


S 


H 


T 


T 


F 




18 


538.8 (+2) 


H 


X 


T 


G 




E 


A 


T 


S 


F 


18 


565.7 (+2) 


A 


E 


F 




A 


C 


Z 


X 


Y 




18 


566.2 (+2) 


Y 


M 


I 


D 


P 


s 


G 


V 


S 


Y 


18 


581.2 (+2) 


X 


Q 


G 


H 


H 


E 


M 


F 


Y 




20 


448.2 (+2) 


A 


A 


G 


X 


G 


P 


T 


F 


Y 




20 


560.0 (+2) 


X 


V 


E 


X 


T 


T 


D 


Y 


Y 




20 


614.0 (+2) 


I 


A 


V 


G 


Y 


V 


D 


D 


T 


Q F 


21 


507.2 (+2) 


V 


A 


E 




^ 


F 


V 


G 


Y 




22 


510.8 (+2) 


A 


L 


M 


P 






X 


N 


Y 




22 


557.2 (+2) 


Y 


N 


R 




S 


X 


E 


F 






24 


546.3 (+2) 






Z 


D 


R 


N 


V 


T 


F 




25 


546.3 (+2) 


V 


V 


T 


M 








Z 


Y 





* Dashes represent positions at which amino acids could not be unambiguously assigned through NanoES- 
MS/MS fragmentation patterns and/or Edman data obtained. Underlined residues designate tentative 
assignments. 



TABLE B 



iracuon 


ion lor ivio/jvio 


derived peptide sequence 


o 


471.8 (+2) 


A Z 


V 


E 


C 


E 


T 


Y 






7 


418,7 (+2) 


A Q 


F 


A 


S 


G 


A 


G 


z 




1 


504.2 (+2) 


Z G 


X 


G 


G 


G 


P 


A 


T 


S Y 


8 


402.2 (+2) 


- G 


- 


- 


C 


D 


Y 








8 


441.2 (+2) 










Z 


S 


F 






8 


516.9 (+2) 


N Q 


z 


H 


G 


S 


A 


E 


Y 




9 


331.4 (+3) 


A P 


M 


A 


R 


G 


Z 


Y 






9 


349.4 (+3) 












G 


F 


Y 




9 


418.7 (+2) 


A Z 


V 


N 


S 


G 


- 


Y 






9 


A^^ t\ f . 0\ 

426.2 (+3) 


A A 


S 


S 


z 


V 


- 


- 


P 


P Z Y 


9 


433.3 (+2) 


N P 


P 


A 


z 


Z 


P 


N 






9 


437.0 (+2) 


A C 


Q 


Q 




Q 


Z 


D 


Y 




9 


441.2 (+3) 


- Z 


- 


D 


p 


P 


P 


D 


M 


Z Y 


9 


446.6 (+2) 


G Q 


Z 


z 


A 


V 


D 


F 






9 


578.0 (+2) 


T P 


X 


G 


E 


P 


Y 


Z 


S 


Y 


10 


A^^ f / . '^X 

426.5 (+2) 


G P 


- 


- 


- 


P 


Z 


Y 






10 


443.2 (+2) 


A P 


z 


Y 


P 


P 


P 


P 






10 


448.3 (+2) 


G Z 


V 


C 


T 


P 


G 


S 


F 




10 


456.8 (+2) 


C P 


L 


S 


C 


F 


T 








10 


464.7 (-1-2) 


S Q 


F 


G 


G 


G 


S 


Q 


Y 




10 


465.4 (-i-2) 


A S 


G 


F 


N 


G 


S 


z 


Y 




10 


503.8 (+2) 


- Z 


- 


- 


Y 


T 


A 


Y 






10 


508.7 (+2) 


G Z 


P 




H 




Q 


F 


Y 




10 


517.0 {+2) 


I K 


A 


D 


H 


V 


S 


T 


Y 




10 


527.7 (-♦-2) 


X z 


A 


D 


H 


V 


X 


P 


Y 




in 










P 


G 


z 


V 


Y 




10 


549.2 (-1-2) 


z s 


V 








z 


T 


G 


Y 


11 


437.0 (-f 2) 


H X 


G 


N 


Q 


A 


A 


Y 






11 


511.4 (-1-2) 


Z A 


Q 


T 


T 


V 


P 


V 


S 


Y 


11 


527.4 (+2) 


G Q 


Y 


P 


T 


Q 


P 


T 


Y 




11 


581.4 (+2) 


F A 


G 


S 


Z 


S 


N 


T 


S 


T Y 


12 


494.8 (+2) 


S Z 


G 


G 








T 


G 


Y 


12 


526.8 (+2) 


Z G 


P 


P 


N 


Y 


X 


T 


Y 




12 


547.1 (+2) 


V K 


V 


I 


Q 


Q 


E 


S 


Y 




13 


454.6 (+2) 


L P 


P 


P 


P 


P 


P 


P 


P 




13 


476.0 (-1-2) 


A K 


Y 


S 


T 


P 


A 


T 


L 




13 


503.6 (+2) 


G Q 


R 


K 


G 


A 


G 


S 


V 


F 


13 


513.1 (+2) 


R Z 


S 


A 


N 


H 


E 


A 


X 




13 


526.4 (+2) 


G K 


V 


R 


T 


D 


I 


T 


Y 




13 


553.2 (+2) 


V V 


X 


P 


A 


V 


R 


S 


T 


Y 



TABLE B 
CONT'D. 



13 


56L0 (+2) 


A 


K 


Y 


P 


H 


V E 


D 


Y 




13 


571.3 (+2) 


A 


Z 


N 


X 


S 


A Y 


V 


X 


Y 


13 


601.2 (+2) 


E 


V 


V 


G 


D 


T Z 


Y 






14 


438.2 (+2) 


A 


K 


A 


G 


I 


T T 


T 


L 




14 


490.8 (+2) 


V 


_ 


_ 


T 


Z 


A G 


S 


A 


F 


14 


517.2 (+2) 


A 


Z 


A 


A 


A 


N V 


X 


X 


Y 


14 


531.5 (+2) 


A 


N 


H 


S 


V 


R D 


T 


Y 




14 


535.3 (+2) 


£ 


_ 




_ 


G 


X R 


Z 


Y 




14 


552.8 (+2) 


X 


Z 


H 


N 


D 


Z S 


T 


Y 




14 


577.2 (+2) 


A 


N 


E 


Z 


X 


G - 


_ 


_ 


Y 


15 


497.3 (+2) 


A 


A 


G 


P 


T 


A Z 


E 


S 


Y 


15 


514.2 (+2) 


V 


A 


G 


X 


V 


F M 


Z 


Y 




15 


527.0 (+2) 


A 


Z 


Y 


z 


A 


Z V 


V 


F 




15 


564.2 (+2) 


A 


Z 


F 


_ 




- Z 


X 


Y 




15 


577.2 (+2) 


Z 


G 


Y 


G 


N 


P X 


N 


Z 


Y 


15 


626.0 (+2) 












Z A 


P 


C 


H Y 


16 


521.6 (+2) 


A 


H 


A 


V 


Q 


R V 


V 


Y 




16 


525 6 (+2) 


T 


Z 


X 


T 


V 


V X 


N 


Y 




17 


446.8 (+2) 


A 


z 


z 


A 


S 


G X 


A 


F 




17 


492.8 (+2) 


G 


s 


H 


S 


M 


R Y 


F 






17 


503.8 (+2) 


Y 


G 


Y 


G 


A 


T V 


E 


F 




17 


961,6 (+1) 


V 


z 


_ 






T T 


F 






18 


451.4 (+2) 


Q 


p 


G 


P 


Q 


I V 


Y 






18 


455.2 (+2) 


N 


G 


Z 


X 


S 


N N 


Y 






18 


475.2 (+2) 


A 


N 


X 


V 


Z 


X E 


Y 






18 


489 1 (+2) 


G 


Z 








Z G 


X 


X 


Y 


18 


497.8 (+2) 


A 


M 


N 


P 


T 


N T 


V 


F 




18 


525.2 (+2) 


Y 


N 








Z X 


F 






18 


538.8 (+2) 


- M - 




- S Y Z N F 




18 


565.7 (+2) 


A 


E 


E 


H A C Z 


X 


Y 




19 


521.6 (+2) 


S 


Z 


F 


G 


£ P T 


R 


F 




19 


524.6 (+2) 


X 


G 


A 


X 


S 


N - 




E 


F 


19 


571.2 (+2) 


R 


Z 


A 


A 


Y 


R X 


T 


Y 




19 


646.2 (+2) 


T 


N 


X 


H 


D 


G D 


G 


A 


T Z Y 



* Dashes represent positions at which amino acids could not be unambiguously assigned through NanoES- 
MS/MS fragmentation patterns and/or Edman data obtained. Underlined residues designate tentative 
assignments. 



TABLE C 



fraction 


ion tor Mo/Mb 


derived peptide sequence 


6 


398.2 (+3) 


- 


- 


w 


D 


R 


H 


T 


X F 


6 


448.2 (+2) 












Y 


T 




8 


419.2 (+2) 


G 


S 


H 


F 


G 


V 


A 


Y 


8 


441.2 (+2) 


V 


P 


c 


Q 


z 


Z 


S 


Y 


8 


473.2 (+2) 


T 


A 


Z 


X 


H 


R 


G 


Y 


8 


512.8 (+2) 


X 


A 


z 


Y 


E 


H 


T 


Y 


8 


516.9 (+2) 


N 


Q 


Z 


H 


G 


S 


A 


E Y 


8 


546.8 (+2) 


N 


G 


X 


A 


M 


H 


W 


T Y 


9 


418.7 (+2) 


F 


V 


s 


N 


H 


A 


Y 




9 


437.0 (+2) 


T 


G 


- 


- 


- 


_ 


A 


Y 


9 


465.2 (+2) 


S 


Q 


F 


G 


G 


G 


S 


Q y 


9 


476.2 (+2) 


S 


Q 


F 


D 


H 


V 


T 


Y 


9 


481.0 (+2) 




p 


- 


- 


G 


Z 


D 


E V 


9 


514.2 (+2) 


N 


G 


Y 


D 


G 


P 


N 


A G Y 


9 


578.0 (+2) 


T 


P 


X 


G 


E 


P 


Y 


Z S Y 


10 


398.3 (+2) 


X 


A 


N 


- 


- 


V 


T 




10 


448.3 (+2) 


M 


P 


H 


S 


G 


Y 


G 


F 


10 


450.4 (+2) 


V 


D 


X 


- 


- 


^ 


Y 




10 


456,8 (+2) 


C 


P 


L 


s 


C 


F 


T 




10 


464.7 (+2) 












P 


G 


F Y 


10 


486.2 (+2) 




A 




p 


H 


P 


M 


G Y 


10 


494.2 (+2) 


A Q 


T 


V 


G 


Y 


G 


E Y 


10 


508.7 (+2) 














S 


V Y 


10 


509.0 (+2) 


F 


L 


z 


A 


M 


Z 


S 


T Y 


10 


532.0 (+2) 


T 


V 


X 


D 


S 


Z 


T 


H Y 


11 


AAA 1 / • 0\ 

444.1 (+2) 


T 


P 






A 


R 


A 


P T 


11 


469.2 (+2) 


S 


E 


H 


D 


R 


M 


Y 




11 


480.6 (+2) 


T 


G 


N 


C 


S 


G 


T 


G T Y 


11 


496.8 (+2) 


A 


Q 


V 


N 


P 


S 


X 


T Y 


11 


532.3 (+2) 


S 


P 


G 


A 


E 


T 


R 


A X Y 


12 


473.2 (+2) 


Y 


L 


G 








G 


A F 


12 


494.8 (+2) 


X 


T 


S 


F 


M 


Z 


V 


Y 


12 


499.0 (+2) 




P 








P 


S 


S G Y 


12 


505.0 (+2) 


T 


P 








G 


R 


M Y 


12 


513.7 (+2) 


P 


M 


F 


D 


Z 


Z 


V 


Y 


12 


519.0 (+2) 


Y 


L 








R 


T 


F 


12 


531.2 (+2) 


A 


Q 


E 


H 


G 


C 


A 


A Z F 


12 


542.2 (+2) 




M 








Q 


3Z 


H D Y 


12 


550.2 (+2) 


Y 


V 


S 






R 


N 


Q Y 


12 


553.7 (+2) 


A 


Q 


Y 


A 


A 


G 


E 


S F Y 



TABLE C 
CONT'D. 



ru 

ru 

•T: 

ru 

CO 



12 


564.0 (+2) 


1 


P 


H 


T 


Z 


H 


D 


E 


Y 




12 


565.2 (+2) 


Y 


M 


_ 


_ 


_ 


E 


M 


Y 






13 


396.1 (+3) 


D 


P 


H 


Y 


V 


S 


G 


H 


Z 


F 


13 


401.2 (+2) 


M 


V 


G 


X 


X 


P 


A 


T 






13 


526.4 (+2) 


Z 


A 


S 


P 


G 


E 


X 


T 


s 


Y 


14 


460.7 (+2) 


V 


V 


A 


P 


I 


T 


T 


G 


Y 




14 


471.5 (+2) 


V 


V 


A 


C 


V 


_ 


_ 


_ 


Y 




14 


525.3 (+2) 


p 


L 


A 


_ 


N 


_ 


H 


T 


Y 




14 


543.2 (+2) 


X 


A 


X 


Y 


R 


R 


M 


Y 






14 


550.4 (+2) 


p 


L 


A 


M 


z 


X 


Y 


T 


Y 




15 


460 6 (+2) 




P 


_ 


M 


P 


G 


X 


A 


Y 




15 


461.0 (+2) 


H 


T 


T 


S 


z 


N 


A 


Y 






15 


506 0 (+2) 


M 


A 


A 


M 


V 


G 


V 


A 


V 


Y 


15 


508 4 C+2) 


G 


P 


Z 


V 


M 


Z 


H 


G 


Y 




15 


514 2 f +2) 


F 


Q 


A 


R 


X 


T 


E 


Y 






15 


520 0 (+2) 


L 


P 


H 


Q 


p 


L 


A 


T 


Y 




15 


525.2 (+2) 


A 


A 


A 


X 


V 


_ 


_ 


_ 


V 


T 


15 


536 6 (+2) 


X 


P 


E 


M 


G 


Z 


F 


S 


Y 




15 


544 2 ^+2"^ 


Y 


V 






V 


R 




V 


F 




15 


564.2 (+2) 


F 


V 


T 


X 


N 


X 


E 


£ 


Y 




16 


489 0 C+2^ 


A 


A 


P 


V 


G 


A 


X 


E 


S 


Y 


16 


500 4 {VT\ 


G 


S 








S 


Y 


T 


Y 




16 


522 0 f +2) 


V 


G 


Y 


V 


D 


D 


T 


Q 


F 




16 


525.7 (+2) 


Y 


V 


A 




_ 


_ 


P 


A 


F 




16 


533 0 (^+2") 


V 


G 


Y 


_ 




A 


H 


P 


G 


F 


16 


535 7 f+2^ 


z 


A 


T 


N 


S 


V 


T 


S 


T 


Y 


16 


537 0 f+2) 














S 


T 


Y 




16 


545.8 (+2) 


Y 


A 


T 


A 


G 


E 


M 


M 


A 


F 


16 


547.0 (+2) 


S 


P 


T 


Y 


T 


H 


A 


V 


A 


F 


16 


557.0 (+2) 


M 


P 


A 


_ 


_ 


M 


V 


M 


A 


F 


17 


351.3 (+3) 


A 


A 


F 


C 


G 


_ 




_ 


X 


V 


17 


393.7 (+2) 


S 


P 


N 


£ 


D 


X 


M 


Z 


V 


F 


17 


403.2 (+2) 


V 


A 


A 


T 


A 


G 


A 


V 


F 




17 


408.7 (+2) 


Y 


L 


H 


_ 


— 


E 


T 








17 


414.8 (+2) 


T 


A 


F 


P 


F 


V 


F 








17 


451.4 (+2) 


I 


L 


G 


P 


P 


G 


S 


V 


Y 




17 


462.4 (+2) 


X 


L 


G 


D 


V 


N 


M 


Y 






17 


476.2 (+2) 


Y 


G 


_ 


_ 


_ 


V 


X 


S 


M 




17 


490.8 (+2) 


X 


P 


H 


C 


s 


C 


s 


S 


F 




17 


504.0 (+2) 


D 


P 


£ 


c 


w 




V 


S 


F 




17 


507.0 (+2) 










X 


V 


E 


F 






17 


511.2 (+2) 










A 


H 


D 


A 


Y 




17 


519.2 (+2) 


T 


A 


R 


V 


X 


S 


V 


E 


Y 




17 


526.8 (+2) 


X 


S 


D 


G 


R 


Z 


X 


T 


Y 




17 


542.8 (+2) 


N 


M 


N 


D 


L 


V 


S 


E 


Y 




17 


557.2 (+2) 


M 


P 


A 


A 


D 


X 


E 


V 


A 


F 


18 


474.8 (+2) 


A 


E 


I 


L 


Q 


V 


I 


Y 






18 


503.8 (+2) 


A 


P 








X 


V 


S 


Y 





TABLE C 
CONrD- 



18 


514.7 (+2) 


M 


PAGYNNVY 


18 


519.6 (+2) 


Y 


MSGXXSTF 


18 


526.8 (+2) 




--AYVAZSY 


18 


538.8 (+2) 


X 


PVVPAAZTY 


18 


566.2 (+2) 


Y 


MIDPSGVSY 


18 


616.3 (+2) 


P 


ANGVZQCAFAF 



* Dashes represent positions at which amino acids could not be unambiguously assigned through NanoES- 
MS/MS fragmentation patterns and/or Edman data obtained. Underlined residues designate tentative 
assignments. 



TABLE D 



fraction 


ion for MS/MS 


6 


493.0 (+2) 


6 


557.8 (+2) 


7 


434.8 (+2) 


7 


481.3 (+2) 


7 


489.1 (+2) 


8 


420.1 (+2) 


8 


441.7 (+2) 


8 


494.8 (+2) 


8 


511.6 (+2) 


8 


519.4 (+2) 


9 


411.4 (+2) 


9 


424.3 (+2) 


9 


426.1 (+2) 


9 


441.7 (+2) 


9 


444.2 (+2) 


9 


455.5 (+2) 


9 


490.3 (+2) 


9 


513.1 (+2) 


9 


520.0 (+2) 


10 


404.2 (+2) 


10 


417.1 (+2) 


10 


433.8 (+2) 


10 


446.2 (+2) 


10 


455.4 (+2) 


10 


460.4 (+2) 


10 


464.0 (+2) 


10 


464.7 (+2) 


10 


465.3 (+2) 


10 


469.4 (+2) 


10 


469.6 (+2) 


10 


473.7 (+2) 


10 


482.6 (+2) 


10 


482.8 (+2) 


10 


495.7 (+2) 


10 


508.3 (+2) 


10 


511.2 (+2) 


10 


522.3 (+2) 


10 


522.7 (+2) 


10 


569.6 (+2) 


10 


574.3 (+2) 



derived peptide sequence 



N 


H 


A 


V 


G 


- 


- 


V 


s 


M 


H 


N 


V 


F 


Z 


P 


T 


S 


N 


A 


S 


V 


C 


E 


T 


E 


S 


X 






T 


H 


P 


S 


Z 


A 


C 


A 


F 




- 


H 


- 


- 


S 


P 


X 


X 






A 


N 


X 


E 


G 


P 


H 


T 






G 


H 


s 


P 


P 


T 


S 


S 


L 




C 


H 


s 


A 


F 


A 


L 








H 


H 


A 


F 


A 


Z 


V 


X 


V 




D 


H 


Y 


Y 


X 


A 


G 


s 


X 




£ 


X 


A 


P 


H 


A 


A 


X 






A 


A 


A 


X 


R 


C 


E 


X 






G 


H 


Z 


A 


P 


A 


A 


s 


X 




V 


H 


N 


P 


Z 


S 


S 


X 






A 


G 


G 


P 


T 


X 


c 


R 


X 




L 


H 


L 


L 


T 


L 


E 


A 






A 


G 


G 


Z 


P 


A 


T 


P 


p 


A 


S 


H 


Z 


G 


C 


V 


Z 


P 


A 


V 


X 


H 


R 


L 


c 


S 


P 


T 


X 




s 


V 


£ 


^ 


£ 


H 


A 


P 






A 


P 


F 


T 


G 


G 


N 


G 


X 




G 


H 


D 


P 


D 


S 


P 


A 


A 




E 


H 


G 


X 


E 


N 


G 


H 






E 


H 


V 


A 


S 


S 


P 


A 


L 




H 


H 


A 


P 


C 


G 


V 


S 


X 




N 


H 


A 


I 


V 


S 


T 


s 


V 




G 


H 


Z 


N 


s 


V 


T 


s 


V 




S 


H 


Z 


A 


p 


C 


T 


s 


V 




F 


V 


A 


R 


F 


V 


S 


X 






H 


H 


S 


D 


G 


S 


V 


s 


L 




S 


H 


A 


G 


A 


P 


P 


p 


T 


X 


M 


C 


Z 




G 


M 


P 


A 


X 




G 


H 


G 


A 


N 


N 


D 


P 


A 


X 


X 


H 


S 


Z 


P 


A 


G 


P 


A 


X 


X 


H 


V 


V 


S 






V 


X 




A 


V 


X 


D 


C 


C 


Z 


V 


A 


V 


E 


X 


G 


G 


N 


T 


N 


p 


Z 


X 


Y 


H 


G 


S 


Z 


N 


P 


E 


X 














T 


Y 


S 


Y 




















M 





TABLE D 
CONT'D. 



11 


405.7 (+2) 


11 


425.8 (+2) 


11 


444.7 (+2) 


11 


448.9 (+2) 


11 


455.7 (-♦-2) 


11 


459.7 (+2) 


11 


482.8 (+2) 


11 


495.7 (+2) 


11 


516.7 (+2) 


11 


562.3 (+2) 


12 


411.7 (+2) 


12 


428.8 (+2) 


12 


444.7 (+2) 


12 


448.4 (+2) 


12 


460.3 (+2) 


12 


490.9 (+2) 


12 


507.4 (+2) 


12 


511.6 )+2) 


12 


528.1 (+2) 


13 


427.6 (+2) 


13 


449.2 (+2) 


13 


464 8 (+2) 


13 


487.6 (+2) 


13 


506.2 (+2) 


14 


420 1 (+2) 


14 


438 7 (+2) 


14 


456.7 (+2) 


14 


477.7 (+2) 


14 


482.8 (+2) 


14 


560.8 (+2) 


14 


592.3 (+2) 


15 


418.9 (+2) 


15 


439.0 (+2) 


15 


454.3 (+2) 


15 


492.1 (+2) 


15 


510.1 (+2) 


15 


520.0 (+2) 


15 


524.2 (+2) 


15 


532.9 (+2) 


15 


577.2 (+2) 


16 


412.9 (+2) 


16 


418.3 (+2) 


16 


424.3 (+2) 


16 


448.6 (+2) 


16 


448.9 (+2) 


16 


454.3 (+2) 


16 


456.7 (+2) 


16 


464.2 (+2) 



s 


H 








Y 


F 








A 


H 


p 


D 


Z 


A 


X 


V 






G 


T 


A 


H 


Y 


z 


V 


X 






M 


H 


A 


D 


N 


p 


V 


X 






s 


H 




D E 


p 


s 


X 






T 


G 


A 


A 


F 


z 


N 


p 


X 




G 


H 




P 


R 


N 


p 


A 


X 




X 


H 


s 


G 


A 


p 


z 


A 


p 


X 


X 


H 


D 


T 


E 


H 


A 


p 


X 










Y 


Z 


A 


Y 


V 


Y 




G 


H 


G 


P 


T 


X 


A 


A 


V 




V 


p 


















Y 


0 


H 


T 


G 


A 


V 


L 






T 


0 


A 


P 


G 


N 


p 


V 


L 




T 


z 


A 


s 


c 


M 


V 


p 


X 




T 


H 


T 


Q 


P 


G 


V 


0 


L 




G 


H 


A 


G 


H 


V 


p 


p 


E 


X 


T 


H 


F 


R 


Y 


V 


s 


X 






E 


H 


R 


P 


D 


R 


V 


F 






s 




A 


Q 


T 


V 


V 


L 






s 


H 


A 


N 


s 


A 


V 


V 


L 




M 


V 






H 


p 


V 


X 






y 


H 


H 


G 


G 


V 


s 


A 


F 






H 






G 


H 


T 


G 


y 


X 


N 


H 


A 


N 


G 


L 


T 


L 
















p 


X 


X 






A 


H 


s 


V 


P 


s 


p 


A 


F 




M 


H 


T 






p 


A 


p 


V 




p 


G 


A 


A 


V 


V 


p 


s 


X 




G 


H 


A 


G 


M 


G 


c 


V 


F 


z 


M 


R 










G 


X 


E 


X 


s 


H 


G 


V 


P 


R 


A 


X 






E 


H 


H 


M 


P 


X 


X 








H 


H 


z 


c 


A 


A 


G 


A 


X 




X 


V 


D 


Z 


A 


E 


p 


X 


V 




I 


H 


T 


P 


E 


N 


p 


V 


I 




M 


G 


X 


P 


V 


R 


H 


M 


V 




s 


H 


Y 


D 


W 


z 


V 


X 






M 


p 


u 
n 


S 


H 


p 

It 




V 






z 


C 


V 


R 


C 


z 


N 


G 


V 


F 


s 


H 


A 


G 


A 


G 


X 


V 


X 




G 


H 


X 


E 


G 


P 


X 


X 






X 


H 


G 


G 


D 


H 


V 


X 






E 


Z 


A 


H 


S 


X 


V 


X 






Y 


H 


H 


D 


X 


V 


X 








M 


A 


G 


A 


w 


c 


R 


X 






S 


H 


S 


Q. 


s 


V 


P 


T 


X 




F 


H 






X 


X 


X 









TABLE D 
CONT'D- 



16 


469.9 (+2) 


E 


H 








T 


V 


X 






16 


472.3 (+2) 


M 


A 


X 








- 


V 


V 




16 


499.0 (+2) 


6 


H A X 


T 


D 


G 


X 


T 


X 


16 


504.1 (+2) 


P 


V S 


H 


X 


V 


N 


E 


L 




16 


507.7 (+2) 


X 


X 


Y 


T £ fi 


H 


T 


X 




16 


522.7 (+2) 














P 


V 


X 




16 


523.3 (+2) 


M 


A 


H 


S 


_ 


— 


P 


V 


F 




16 


529.9 (+2) 


X 


H 


Y 


D 


R 


N 


Q 


X 






16 


536.2 (+2) 


E 


A 






C 


Z 


V 


T 


T 


Y 


16 


547.9 (+2) 














A 


X 


S 


V 


16 


552.4 (+2) 


X 


Z 


h £ 


I 


S 


V 


F 


Z 


X 


17 


367.7 (+3) 


E 


1 


M 


£ 


A 


H 


P 


S 


T 


X 


17 


490.8 (+2) 


M 


T 


X 


G 


Y 


G 


E 


P 


X 




17 


557.3 (+2) 


A 


H 


G 


R 


K 


M 


S 


K 


s 


L 


17 


340.7 (+3) 


- 


H 




- 


H 


A 


Z 


V 


X 




17 


367.7 (+3) 


- 








R 


X 


s 


H 


X 




17 


419.8 (+2) 


- 







H 


A 


V 


G 


X 


X 




17 


462.8 (+2) 


M 


s 


S 


N 


E 


X 


X 


M 






17 


476.2 (+2) 


G 


H 






_ 


_ 


P 


C 


c 




17 


504.2 (+2) 


X 


H 


V 


X 


A 


V 


N 


E 


X 




17 


523.2 (+2) 


- 


H 












P 


V 


F 


17 


543.2 (+2) 


X 


H 


E 


V 


Z 


p 


H 


X 


X 




17 


590.2 (+2) 


A 


T 


E 


H 


C 


E 


V 


M 


E 


X 


18 


456.4 (+2) 


A 


H 


S 


N 


L 


A 


s 


V 


L 




18 


463.3 (+2) 


V 


X 


A 


P 


A 


N 


D 


X 


X 




18 


474.8 (+2) 


M 


X 


Q 


X 


S 


F 


P 


A 


X 




18 


491.2 (+2) 


V 


H 


T 


c 


V 


N 


P 


V 


X 




18 


497.8 (+2) 


S 


H 


Q 


R 


Q 


L 


L 


L 






18 


515.8 (+2) 


E 


W 


H 


X 


P 


V 


S 


X 






18 


519.7 (+2) 


E 


H 


M 


D 


X 


z 


T 


F 






18 


543.4 (+2) 


X 


H 


E 




z 


p 


H 


X 


X 




18 


596.8 (+2) 


E 


H 


H 


T 


z 


s 


N 


P 


X 


X 


19 


434.6 (+2) 




H 


Q 


C 


£ 


G 


M 


P 


X 




19 


496.6 (+2) 


E 


T 


R 


E 


H 


A 


P 


V 


X 




19 


539.6 (+2) 


M 




P 


G 


N 


S 


A 


X 


Y 


X 



* Dashes represent positions at which amino acids could not be unambiguously assigned through NanoES- 
MS/MS fragmentation patterns and/or Edman data obtained. Underlined residues designate tentative 
assignments. 



TABLE E 



fraction 



ion for MS/MS 



derived peptide sequence 



7 


504.1 (+2) 


H 


M 


S 


G 


Z 


P 


T 


S 


Y 




7 


549.2 (+2) 


H 


N 


z 


A 


A 


H 


Z 


E 


Y 




8 


517.0 (+2) 


N 


Q 


z 


H 


G 


S 


A 


E 


Y 




8 


526.0 (+2) 


H 


A 


A 


X 


Y 




Z 


V 


Y 




8 


642.7 (+2) 


P 


M 


N 


D 


W 


X 


M 


T 


Z 


T 


10 


465.3 (+2) 


S 


Q 


F 


G 


G 


G 


S 


Q 


Y 




10 


484.3 (+2) 


Y 


Q 


S 


D 


H 


R 


Y 








10 


509.0 (+2) 


F 


L 


Z 


A 


M 


Z 


S 


T 


Y 




10 


532.0 (+2) 


T 


V 


X 


D 


S 


Z 


T 


H 


Y 




11 


424.3 (+2) 


H 


X 


S 


T 


Z 


D 


F 








11 


464.3 (+2) 


H 


A 


P 


P 


T 


D 


P 


P 


P 




11 


550.0 (+2) 


H 


G 


P 


A 


N 


R 


D 


s. 


V 


F 


11 


563.3 (+2) 


F 


P 


Y 


P 


T 


D 


P 


Z 


Y 




12 


531.2 (+2) 


K 


N 


A 


N 


L 


V 


Q 


L 


Y 




14 


585.6 (+2) 


R 


S 


F 


X 


X 


E 


N 


E 


Y 




16 


488.7 (+2) 


H 


M 


Z 


N 


P 


T 


S 


Y 






16 


661.9 (+2) 


Y 


V 


X 


F 










V 


Y 


17 


577.6 (+2) 


R 


s 


M 


X 


E 


£ 


P 


E 


Y 




18 


451.1 (+2) 


I 


L 


G 


P 


P 


G 


s 


V 


Y 




18 


523.0 (+2) 






E 






A 


z 


T 


Y 




19 


565.6 (+2) 


Y 


M 


I 


D 


P 


S 


G 


V 


S 


Y 


19 


503.8 (+2) 


S 


Q 


X 


A 


A 


G 


V 


D 


V 


F 


20 


560.0 (+2) 


X 


V 


E 


X 


T 


T 


D 


Y 


Y 




20 


582.4 (+2) 


M 


Y 


N 


Q 




E 


X 


D 


Y 




21 


448.2 (+2) 


A 


A 


G 


X 


G 


P 


T 


F 


Y 




21 


614.0 (+2) 


I 


A 


V 


G 


Y 


V 


D 


D 


T 


Q 


22 


507,2 (+2) 


V 


A 


F 




X 


F 


V 


G 


Y 




22 


557,2 (+2) 


Y 


N 


R 


W 


S 


X 


E 


F 






23 


510,8 (+2) 


A 


L 


M 


P 






X 


N 


Y 




25 


562.8 (+2) 


N 


Q 


F 


Q 


A 


L 


L 


Q 


Y 





* Dashes represent positions at which amino acids could not be unambiguously assigned through NanoES- 
MS/MS fragmentation patterns and/or Edman data obtained. Underlined residues designate tentative 
assignments. 



